Additional File 2
Host contamination screen for S. japonicum, F. hepatica, E. multilocularis and P.
xenopodis
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gDNA samples derived from S. japonicum, F. hepatica, E. multilocularis and P.
xenopodis are free from host contamination. (-) represents non-template controls
(water). A) Lanes 1-5 correspond to F. hepatica gDNA samples which were screened
for host contamination using Ovis aries (Oa) -specific primers (OaATPase-F: 5' -
TTAAAGACTGAGAGCATGATA - 3, OaATPase-R: 5' -
GAAAGAGGCAAATAGATTTTC - 3% [1]) to amplify a region of the mitochondrial
ATPase 8 gene (NCBI accession number AF039171.1). Lane 6 represents the 223bp
product derived from a positive control O. aries gDNA control sample using the same
primers. The amplicons (331bp) in lanes 8-12 were produced using F. hepatica-
specific RAPD primers ([2]; NCBI accession number AY704404.1; FhRAPD-F: 5' -
GCGGCCAAATATGAGTCA - 3, FhRAPD-R: 5! -



CTGGAGATTCCGGTTACCAA - 3") with F. hepatica gDNA. B) Lanes 1-3
represent S. japonicum (Sj) gDNA samples subjected to host contamination testing
using M.  musculus (Mm)  -specific  primers (MmCatalase-F:  5'-
ATGGCCTCCGAGATCTTTTC- 3'; MmCatalase-R: 5' - GGGTCAAAAGCCATC
TGTTC - 3") to amplify a region of the catalase gene (NCBI accession number
X52108.1). Lane 4 represents the 653 bp product derived from a positive control M.
musculus gDNA sample using the same primers. The amplicons (417 bp) in lanes 6-8
were produced using S. japonicum -specific Tyrosinasel (TYR1; NCBI accession
number FJ617452.1) primers ([3]; SJTYRI-F: 5' - AGAATTGATTGGCCAAAACG
- 3" SJTYR1-R: 5' - ACGATGCCATGTAGGGAAAC- 3'). C) Lane 1 represents E.
multilocularis gDNA amplified with primers specific for an E. multilocularis insulin
receptor tyrosine kinase gene (emir) ([4]; NCBI accession number AJ458426; EmIR-
N2: 5" - TCTGCTCGCACGCGCGAGGTAG - 3 EmIR-UP6: 5' -
GGTCTAACAACAAAGGATCAG - 3"). The E. multilocularis amplicon (584 bp
product) in lane 1 is not observed in a similar PCR reaction where host M.
unguiculatus (Mu) gDNA is used as a template (lane 3). Lane 2 represents E.
multilocularis gDNA subjected to host contamination testing using M. unguiculatus -
specific primers to amplify a B-tubulin gene ([5]; NCBI accession number AJ249551;
MuTubl12-UP: 5' - CAACGTCCAACACCGAGTCA - 3'; MuTubl2-ST: 5' -
CTGGGCAGTGCGGCAACCA- 3"). Lane 4 represents the 282 bp f3-tubulin product
derived from a positive control M. unguiculatus (Mu) gDNA sample. D) Lanes 1-5
represent P. xenopodis gDNA samples subjected to host contamination checks using
X. laevis (X1) primers (XIMHC-F: 5' - ATTGCAGGGAGCTATTCTAATAAC- 3';
XIMHC-R: ACTGTTAGAGCTGTCACCAGG- 3') specific to a region of CD74
(NCBI accession number NM_001197112.1). Lane 6 represents the 305 bp CD74 X.
laevis amplicon derived from a positive control PCR reaction containing X. laevis
gDNA and the same primers.
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